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#« AUQNK/ENTS 



|:JMmpi[Obar.| 



Sequence ID >> 
Query 1-60 
9nl|dbSHP|r82008112 



gi 
gi 
gi 
«^ 

gi 
gi 
gi 
gi 



35651]emb|X51730.1|HSPREC 
4102792 jgb|AF016381.1iAF016381 
4S05766iref IHH 
189934 |gb| K15716 . 1 | aOMFGSR 



227599$! 
22759949 
22036116 
20276870 
22759947 
14245763 



dbj 
dbj 
dbj 
dbj 
dbj 
dbj 



48065845.1 
AB085e44.1 
AB085663.1 
AB084248.1 
1B085843.1 
AP001533.4 



Sequence ID 
Query 1801 
19692498 
1S938608 
1S943587 
22921092 
24718432 
24117946 
14002248 
11005321 
9866500 
9868497 
9868443 
4687594 
4223439 



gi 
gi 
gi 
gi 
gi 
gi 
gi 
gi 
gi 
gi 
gi 
gx 
gi 

9i 

ga> 
gi 
gi 

2i 

n 



>> << 
- 1860 

e&bl AL709143 . 1 | AX709143 

' BI82705B 

BI832037 
BITS70792 
04368844 
BD929216 
BG723061 



gb BI827058.1 
gb BI832037.1 
gb BUS70792.1 
gb 04388644. 1 
gb B0929216.1 

gb BG723061.1 

dbi|Ani43800.1|AU143800 



dbj AT647486.1 
dbj AV647463.1 
dbj AV647429.1 



21249223Tgb 



gb] AI636264 . 1 I AI636264 
gbi AI393892 ..1 1 AI393892 



AV647486 
AV647483 
AV647429 



9866694 



BQ446111.1|BQ446111 
AV647680.1 1 47647680 



11001479 idbi I AU139958 . 1 |4U1399S8 
5926014 eab|4L037033. 3 1 4X037033 
2984958 gb| A4876157 . 1| A48761S7 
9775354 9b|BE546709.l|EE546709 
" 1|B1£312261 



1S26360S |gb |bI436915 . 1 181438915 
8141 283 1 gbl AV951606 . 1 1 AV95t606 



18046606Tgb|BIC3122Sl 

jt 

2034462 I Ob | AA382009 : 1 | 44382009 
13720136Tgb|BG198449. 1166198449 
11309168 |^|BF350Q94.i|bF350094 
3001851|a&| 44886743 . 1 1 44886743 
10999584Tdbj I4U138063. 1 |4Q138063 
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Blast Auto Subfnttion Form 

I£ you submit, your query send to KGB I BLAST, and parse results. 
Enter your Query 
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Limit by cntrez query select from:! (none) ' 



PSI BLAST Heratbn |l \ \ means standard btastp 
To submit the query, h^ubmit-.:] To clear the form l-Pjlgiyili 



Blast Result Parser Fomri 

I£ you submit, parse BLAST Result 
Enter your Query 
or Enter Query File 




Enter Blast ResuK File 
Enter Blast Result File 
Enter Blast Result Fib 



To submit the query. ||itjt»H;fti|il| To clear the form (j^aKf^ 
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«# Query 833 letters 

'■- •lA ' " ■ ' ^ : 3 : * : 5 : e : 7 : 8....: 9 •.. 10 -11 • 12 

MTOK&KGPUFBVAG^SPEVGSPLICIIPAACFFPGSQTSD^ 

CA?PPDi^KDDATPLTSDFQPPAlKIICEEEBCUEASARSPRSTlVA 

LGERQI^VVKWSKSLICFRML^ 

FEEMIlSSYIRELIKAI*aJWKCTVSSSQRFYQLTiaijnriJDI.VKQM^ 
m AUQNMENTS 



Sequeaoo tD >> 
Quary 1-60 

356S2 I emb I C4A36018 . 1 ] 
62533i|pir|tQRHUP 
12644100 |spP06401|PRGR 
4S05767|ref InP 



22759952 
22759940 
20278871 
22036117 
227S9950 



dbj 
dbj 
db3 
dbj 
dbj 



B4C11013.1 
B&CllOll.l 
BAB91074.1 
BAC06585.1 
BAC11012.1 



HTELK&KGPR 
MTELKAKGPR 
ITTELKAKGPR 
HTEIICAKGPR 
HTELKAKGPR 
MTELKAKGFR 
MTEXKAKGPR 
HTELKAKGPR 
HTELKAKGPR 
HTELKAKGPR 



APHVA GGFF5 
A PHV A CGPPS 
A PHV AGGPPS 
APEVAOGPPS 
APaVAOGPPS 
APH V A igGPPS 
A PHV AG GPPS 
A PHV A QGPPS 
A PHV A QCTPS 
AFH7A0GPPS 



PEVGSPLLCR 
PfaV ObPU CR 
PEVGSPLLCR 
PEV GSPL LCR 
PEVGSPL LCR 
PEVGSPI ICR 
PEVGjaPL LCR 
PEVGSPL LCR 
PEVGSPL LCR 
PEVGSPLLCR 



PAAGPFFGSQ 
PAACOTCSQ 
PAAGPFPGSQ 
PAAGPFFGSQ 
PAAGPFPGSQ 
PA AOTFPG SQ 
PAAGPFPGSQ 
PAAGPFPGSQ 
PAAGPFPGSQ 
PAAGPFFGSQ 



TSpTLPEVS A 
TSDTL P£VS A 
TSDT travS A 
TSDTLTCVSA 
TSPTL PEVS A 
TSpTXi'EVS A 
T5I>TLH£VS 4 
TSmi FEVS A 
TSDTLFEVS A 
TSDTLPEVSA 



IPISLDGLLF 
IPISIiXaLLF 
IPISLDGLLF 
IPISLDGLLF 
IPISLDGLLF 
IPISLDGLLF 
IPZSU)GUF 
IPZSLOGUF 
IPISLDGLLF 
IPISLDGLLF 



• 



Q«ery 

gi 35( 

a* 

II 

gi 
gi 



ID >> << 
S41 - 600 
35652 |c»b(CAA36018 . 1 j 
625331 Ipiri IQRHUP 
12644100 |spP06401 I PRGR 
4505767 1 zeC IMP 
22759952 dbj |BAC11013 . 1 
22759948 dbj BACllOll.l 



20278871 dbj BAB91074.1 
22036117 dbj BACO 6585.1 



22759950 dbj BAC11012.1 
3342402 |«rb| AAC63513 . 1| 
178892 |ab|AAA51774 . 1 1 
4504133Tx«f |NP 
4Se6S7tgb| AAA16603 . 1 ■ 
<6026llQb AAA51770.1 
4505199|>e£lHP 
72117 1 p: — 



ID >> << 
Query 601 - 660 
gl 3S652|emb|CAA36018.1i 
' 625331|pir|lQRHnF 
12644100 |«pP06401 I 
45aS767Txe£ |hP 
22759952 dbj BAC11013.1 
227S9948 dbi BACllOll.l 
20278871 dbi BAB91074.1 
22036117 db} BAC06Se5.1 
227599S0 dbj BAC11012.1 
3342402 |gbl AAC63513.il 
178892TaSTAAA51774 . 1 | 
4504133Tz«f )KP 
4586S7|gb|AAA16603.1| 
4602eiiob AAA51770.1 
450S199TxefiHP 
72117|pir|| — 



YIHYIRPDSE ASQSPQYSFE SIFQKICLIC GDEASGCHyC 7LTCGSCKVF 
YIHYLRPDSE ASQSPQYSFE SLPQKICLIC GDEASGCHYG VLTCGSOCVF 
^"'^PDSE ASQCT QYSFE SLPCKICLIC GDEASGC H YG VLTCGSOCVF 
YLH7LRPDSE ASQSPQYSFE SLPQKICLIC GDEASGCHYG VLTCGSOCVF 
YLHYLRPDSE ASQSPQYSFE SLPQKICLIC GDEASGCHYG VLTCGSOCVF 
YLNYLRPDSE ASQSPQYSFE SLPQKICLIC GDEASGCHYG VLTCGSOCVF 
YLHYLRPDSE ASQSPQYSFE SLPQKICLIC GDEASGCHYG VLTCGSOCVF 
YLHYLRPDSE ASQSP Q YSFE SLPQKICLIC GDEASGCHYG VLTCGSOCVF 
YLHYLRPDSE ASQSPQYSFE SLPQKICLIC GDEASGCHYG VLTCGSOCVF 

gvsFE sLPjgia|c ^asochyg 

ICLIC 



FKRAMEOC^r 
FKHAHEGQHH 



FKRAHEOQHN 
FKRAHEGQHH 
FKRAHEOQHN 
FKRAHE 



YLHYLRPDSE 




YICAGRHDCI VXaCIRRKHCP ACRLaKOCQA GHVUOGRKFK KFI!IC^Vv|a LDAVALF(ff>L 
YLCAGRHDd VDKIRBKKCP ACELEKCOQA GHVUOGRKFK KFHKVRWRA LDAVALPQPX 
YLCAGRNDCI VDKIRRKHCP ACRLRKCOQA GHVUOGRKFK KFHKVRWRA LDAVALPQPL 
YLCAGRHDCI VDKIRRKHCP ACRLRKCOQA GHVLOGRKFK KFHKVRWRA LDAVALPQPl 

YLCAGRHDCI VDKIRRKHCP ACRLRKCOQA GHVLGGRKFK KFHKVRWRA LDATA. " 

YLCAGRNDCI VDKIRRKHCP ACRLRKCOQA GHVLG GRKFK KF HKVH VV H A LDAVA 

-GRKFK KFHKVRWRA LDAVA 



YIXIAGRHDCI 
YLCAGRHDCI 
YLCAGRHDCI 
YLCACaZHOCI 



VDKIRRKHCP ACRLRi^CX^ GHVLOG 
VDKIRRK HCP ACRLRKCOQA GHVLGG 
VpKIRRKHCF ACRLRKCOQA GHVLOG 
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ARNDCOEQHILKMFPSTWYVBZX* 
A 4 -1 -2 -2 0-1-1 0 -2 -1 -1 -1 -1-2-1 1 0-3-2 0-2-1 0-4 
R -1 5 0 -2 -3 1 0 -2 0 -3 -2 2 -1 -3 -2 -1 -1 -3 -2-3-1 0-1-4 
11-2 0 6 1-3 0 0 0 1-3 -3 0-2 -3 -2 1 0-4-2 -3 3 0 -1 -4 
0 -2 -2 1 6 -3 0 2 -1 -1 -3 -4 -1 -3 -3 -1 0 -1 -4 -3 -3 4 1 -1 -4 
C 0-3-3-3 9 -3 -4 -3 -3 -1 -1 -3 -1 -2 -3 -1 -1 -2 -2 -1 -3 -3 -2 -4 
0 -1 1 0 0 -3 5 2 -2 0 -3 -2 1 0 -3 -1 0 -1 -2-1 -2 0 3 -1 -4 
E -1 0 0 2 -4 2 6 -2 0 -3 -3 1 -2 -3 -1 0 -1 -3-2 -2 1 4 -1 -4 

0 0 -2 0 -1 -3 -2 -2 8 -2 -4 -4 -2 -3 -3 -2 0 -2 -2 -3 -3 -1 -2 -1 -4 
H -2 0 1 -1 -3 0 0 -2 8 -3 -3 -1 -2 -1 -2 -1 -2-2 2 -3 0 0 -1 -4 

1 -1 -3 -3 -3 -1 -3 -3 -4 -3 4 2 -3 1 0 -3 -2 -1 -3 -1 3 -3 -3 -1 -4 
t -1 -2 -3 -4 -1 -2 -3 -4 -3 2 4 -2 2 0 -3 -2 -1 -2 -1 1 -4 -3 -1 -4 
K -1 2 0-1 -3 1 1 -2 -1 -3 -2 6 -1 -3 -1 0 -1 -3-2 -2 0 1 -1 -4 
II -1 -1 -2 -3 -1 0 -2-3-2 1 2-1 6 0 -2 -1 -1 -1-1 1-3 -1 -1 -4 
F -2 -3 -3 -3 -2 -3 -3 -3 -1 0 0 -3 0 6 -4 -2 -2 1 3 -1 -3 -3 -1 -4 
P -1 -2 -2 -1 -3 -1 -1 -2 -2 -3 -3 -1-2-4 7 -1 -1 -4 -3 -2 -2 -1 -2 -4 

5 1 -1 1 0 -1 0 0 0 -1 -2 -2 0 -1 -2 -1 4 1 -3 -2 -2 0 0 0 -4 
T 0 -1 0 -1 -1-1 -1 -2 -2 -1 -1 -1 -1 -2 -1 1 5-2-2 0-1-1 0-4 
« -3 -3 -4 -4 -2 -2 -3 -2 -2 -3 -2 -3 -1 1-4-3-2 11 2-3-4-3-2-4 

Y -2 -2 -2 -3 -2 -1 -2 -3 2 -1 -1 -2-1 3 -3 -2 -2 2 7 -1 -3 -2 -1 -4 

V 0 -3 -3 -3 -1 -2 -2 -3 -3 3 1 -2 1 -1 -2-2 0 -^-1 4-3 -2 -1 -4 

6 -2 -1 3 4 -3 0 1 -1 0 -3 -4 0 -3 -3 -2 0 -1 -4 -3 -3 4 1 -1 -4 
2-1 0 0 1 -3 3 4 -2 0 -3-3 1 -1 -3 -1 0-1 -3 -2-2 1 4-1 -4 
X 0 -1 -1 -1 -2 -1 -1 -1 -1 -1 -1 -1 -1 -1 -2 0 0-2-1-1-1 -1 -1 -4 
« -4 -4 -4 -4 -4 -4 -4 -4 -4 -4 -4 -4 -4 -4 -4 -4 -4 -4 -4 -4 -4 -4 -4 1 



Tomoya MIYAKAWA et al. 
"Sequence Display Method and Homology Search Method 
for Facilitating Access to Information Relating to Regions of Mutation 
' ' . and Regions of Similarity Between Plurality of Sequences" 
Q78853 Filed December 8, 2003— Sheets i:^ of 13 

Fig-. 12 



E]>cl|20810385|sb|eC02ee5$.lt DD llus Busculus. solute carrier fantly 26* ntenber 6* clone IIGC:25824 
IklAGE:4166726. bRNA. conplete cds 
Lencth - 2881 



Score : 44.1 bits (22). Expect 
Identities = 86/106 (80X) 
Strand ' Plus / Plus 



1.1 



Query: 1282 cacactaaccaccacctcctccctctccctctcactaacacactcccacccttcttccac 1841 

c . .o.n HIIIIIIIIIIIIIII II II II II IIIIIIIII I Mill IIIIIIIII 

Sbjct: 1220 sacactaaccaccacctcctaccccttcccctcactaacctcattccacccttcttccac 1278 

Query: 1842 tcctactccctcacctcctccatctcccctaccctcctscascaca 1887 

cw. * .... J'*iJ ' IIIIIIIII II III III! Itlllli 

SbJct: 1280 tccttccecctcacctcctccatctctccsaccttcctacaccaca 1825 



Score = 44.1 bits (22), Expect =1.1 
Identities = 26/26 (86X) 
Strand - Plus / Plus 



Query: 1805 tctacittsccaatcctcacctciac 1830 

, _ IIIIIII illlllllllllllllll 
SbJct: 1743 tetacttccccaatsctsacctctac 1768 



El>trl 122775806 teb|AY049076. 1 1 
Leneth - 2552 



Hus ausculus anion exchanger SLC26A6a nRNA. cooplete cds 



Score = 44.1 bits (22), Expect =1.1 
Identities = 86/106 (80%) 
Strand - Plus / Plus 



Query: 1282 cacaetaaccaseaectcetsectctcestctcaetaacacactsecaesettcttccae 1841 
... . llllllllillllllll II II II il IIIIIIIII I Mill llllllllt 

SbJct: 1158 cacastaaccaccasctsstaccccttcccctcast&acctcattccacccttcttccac 1215 

Query: 1842 tectactccctcacctcctccatctcccctaccctcctgcaccaca 1887 

.u. * .... J"*J ' ' IIIIIIIII II III nil IIIIIII 

SbJct: 1216 tccttccccctcacctfctccatctctcccaccttcctacaccaca 1261 



Score = 44.1 bits (22), Expect 
Identities = 25/26 (86X) 
Strand = Plus / Pius 



1.1 



Query: 1805 teiactttcccaatectsasctctac 1880 

^ IIIIIII llllllllllllllllll 

SbJct: 1878 tctacttceccaatcctcasctctac 1704 
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Fig. 13 




